We examined nine different mouse tissues and identidecisions. Finally, a miRNA was identified that appears fied 34 novel miRNAs, some of which are highly tissueto be the fruitfly and mammalian ortholog of C. elegans specifically expressed (Table 1 and In colon, miR-142-as was cloned several times and also ditis elegans, which are developmentally regulated and appeared at a frequency of 30%. In small intestine, too themselves control developmental programs, such as few miRNA sequences were obtained to permit statistitiming of neuronal rewiring, Dauer larva formation, vulva cal analysis. This was due to strong RNase activity in this formation, and the terminal differentiation of hypodermal tissue, which caused significant breakdown of abundant cells [7] [8] [9] [10] [11] .
The sequences indicated represent the longest miRNA sequences identified by cloning. The 3Ј terminus of miRNAs is often truncated by one or two nucleotides. miRNAs that are more than 85% identical in sequence ( (Figure 2A ). This is of great interest because, servation may point to conservation in function of these miRNAs. Comprehensive information about orthologous unlike let-7 that was readily detected in other species, lin-4 has acquired a few mutations in the central region sequences is listed in Table S2 in the Supplementary Material). and thus escaped bioinformatic database searches. Using the mouse sequence miR-125b, we could readily In two cases, both strands of miRNA precursors were cloned (Table 1) 
